Supplemental Information

Supplemental Analysis
Comparison of genomes to transcriptomes.
To determine the usability of transcriptomic data as proxy to identify genome-based domain enrichment, we tested how representative Symbiodinium (and by extension dinoflagellates) transcriptomes are of their underlying genomes. We found that the transcriptome-and genome-derived domain ratios for all three Symbiodinium species were highly significantly correlated (S. microadriaticum genome vs. transcriptome R 2 = 0.74, p-value < 10 -16 ; S. minutum genome vs. transcriptome R 2 = 0.64, p-value < 10 -16 , S.
kawagutii genome vs. transcriptome R 2 = 0.58, p-value < 10 -16 SI Appendix, Fig. S5 ). At the same time, we saw inflation of some domains in the transcriptome in comparison to the genome and vice versa. While the comparison of genomic and transcriptomic data is problematic in nature it has previously been shown that > 90% of the genes identified in Symbiodinium transcriptomes are expressed under any condition tested, indicating that dinoflagellate transcriptomes might serve as a proxy for the prohibitively large underlying genomes.
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